
GAMDSRHTVI KMGSENEALDLSMKSVPWLKAGEVSPPI FQEDAALDLSVAAHRKSEPPPETLYDSGASVDSSGHTVMEKLPSGMEI SFAPATSHEAPAMMDSHI SSSDAATEMLSQPNHPSGEVKAENNI EMVGESQAAKVI VSVEDAVPTI FCGKI KGLSGVSTKNFSFKREDSVLQGYDI NSQGEESMGNAEPLRKPI KNRSI KLKKVNSQEI HMLPI KKQRLATFFPRK
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180222_band02_R1

sp|P0558_RAI2_full_length|P0558_RAI2_full_length − protein_id: P0558_RAI2_full_length − sequence coverage: 69.5 % − total score: 9302



MSCRQFSSSYLSRSGGGGGGGLGSGGSI RSSYSRFSSSGGGGGGGRFSSSSGYGGGSSRVCGRGGGGSFGYSYGGGSGGGFSASSLGGGFGGGSRGFGGASGGGYSSSGGFGGGFGGGSGGGFGGGYGSGFGGFGGFGGGAGGGDGGI LTANEKSTMQELNSRLASYLDKVQALEEANNDLENKI QDWYDKKGPAAI QKNYSPYYNTI DDLKDQI VDLTVGNNKTLLDI DNTRMTLDDFRI KFEMEQNLRQGVDADI NGLRQVLDNLTMEKSDLEMQYETLQEELMALKKNHKEEMSQL

TGQNSGDVNVEI NVAPGKDLTKTLNDMRQEYEQLI AKNRKDI ENQYETQI TQI EHEVSSSGQEVQSSAKEVTQLRHGVQELEI ELQSQLSKKAALEKSLEDTKNRYCGQLQMI QEQI SNLEAQI TDVRQEI ECQNQEYSLLLSI KMRLEKEI ETYHNLLEGGQEDFESSGAGKI GLGGRGGSGGSYGRGSRGGSGGSYGGGGSGGGYGGGSGSRGGSGGSYGGGSGSGGGSGGGYGGGSGGGHSGGSGGGHSGGSGGNYGGGSGSGGGSGGGYGGGSGSRGGSGGSHGGGSGFGGESGGS

YGGGEEASGSGGGYGGGSGKSSHS
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KRT9  − protein_id: ###CONTAMINANT###P35527 − sequence coverage: 22.1 % − total score: 5792



MSRQFSSRSGYRSGGGFSSGSAGI I NYQRRTTSSSTRRSGGGGGRFSSCGGGGGSFGAGGGFGSRSLVNLGGSKSI SI SVARGGGRGSGFGGGYGGGGFGGGGFGGGGFGGGGI GGGGFGGFGSGGGGFGGGGFGGGGYGGGYGPVCPPGGI QEVTI NQSLLQPLNVEI DPEI QKVKSREREQI KSLNNQFASFI DKVRFLEQQNQVLQTKWELLQQVDTSTRTHNLEPYFESFI NNLRRRVDQLKSDQSRLDSELKNMQDMVEDYRNKYEDEI NKRTNAENEFVTI KKDVDGAYMTKV

DLQAKLDNLQQEI DFLTALYQAELSQMQTQI SETNVI LSMDNNRSLDLDSI I AEVKAQYEDI AQKSKAEAESLYQSKYEELQI TAGRHGDSVRNSKI EI SELNRVI QRLRSEI DNVKKQI SNLQQSI SDAEQRGENALKDAKNKLNDLEDALQQAKEDLARLLRDYQELMNTKLALDLEI ATYRTLLEGEESRMSGECAPNVSVSVSTSHTTI SGGGSRGGGGGGYGSGGSSYGSGGGSYGSGGGGGGGRGSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYRGGSGGGGGGSS

GGRGSGGGSSGGSI GGRGSSSGGVKSSGGSSSVKFVSTTYSGVTR
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180222_band02_R1

KRT1  − protein_id: ###CONTAMINANT###P04264 − sequence coverage: 24.2 % − total score: 4534



MSCQI SCKSRGRGGGGGGFRGFSSGSAVVSGGSRRSTSSFSCLSRHGGGGGGFGGGGFGSRSLVGLGGTKSI SI SVAGGGGGFGAAGGFGGRGGGFGGGSSFGGGSGFSGGGFGGGGFGGGRFGGFGGPGGVGGLGGPGGFGPGGYPGGI HEVSVNQSLLQPLNVKVDPEI QNVKAQEREQI KTLNNKFASFI DKVRFLEQQNQVLQTKWELLQQMNVGTRPI NLEPI FQGYI DSLKRYLDGLTAERTSQNSELNNMQDLVEDYKKKYEDEI NKRTAAENDFVTLKKDVDNAYMI KVEL

QSKVDLLNQEI EFLKVLYDAEI SQI HQSVTDTNVI LSMDNSRNLDLDSI I AEVKAQYEEI AQRSKEEAEALYHSKYEELQVTVGRHGDSLKEI KI EI SELNRVI QRLQGEI AHVKKQCKNVQDAI ADAEQRGEHALKDARNKLNDLEEALQQAKEDLARLLRDYQELMNVKLALDVEI ATYRKLLEGEECRMSGDLSSNVTVSVTSSTI SSNVASKAAFGGSGGRGSSSGGGYSSGSSSYGSGGRQSGSRGGSGGGGSI SGGGYGSGGGSGGRYGSGGGSKGGSI SGGGYGSGGGKHSSG

GGSRGGSSSGGGYGSGGGGSSSVKGSSGEAFGSSVTFSFR
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180222_band02_R1

KRT2  − protein_id: ###CONTAMINANT###P35908 − sequence coverage: 13.6 % − total score: 1643



MSVRYSSSKHYSSSRSGGGGGGGGCGGGGGVSSLRI SSSKGSLGGGFSSGGFSGGSFSRGSSGGGCFGGSSGGYGGLGGFGGGSFRGSYGSSSFGGSYGGI FGGGSFGGGSFGGGSFGGGGFGGGGFGGGFGGGFGGDGGLLSGNEKVTMQNLNDRLASYLDKVRALEESNYELEGKI KEWYEKHGNSHQGEPRDYSKYYKTI DDLKNQI LNLTTDNANI LLQI DNARLAADDFRLKYENEVALRQSVEADI NGLRRVLDELTLTKADLEMQI ESLTEELAYLKKNHEEEMKDLRNVST

GDVNVEMNAAPGVDLTQLLNNMRSQYEQLAEQNRKDAEAWFNEKSKELTTEI DNNI EQI SSYKSEI TELRRNVQALEI ELQSQLALKQSLEASLAETEGRYCVQLSQI QAQI SALEEQLQQI RAETECQNTEYQQLLDI KI RLENEI QTYRSLLEGEGSSGGGGRGGGSFGGGYGGGSSGGGSSGGGHGGGHGGSSGGGYGGGSSGGGSSGGGYGGGSSSGGHGGSSSGGYGGGSSGGGGGGYGGGSSGGGSSSGGGYGGGSSSGGHKSSSSGSVGESSSKGPRY
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180222_band02_R1

KRT10  − protein_id: ###CONTAMINANT###P13645 − sequence coverage: 19.5 % − total score: 1799



MSLRLQSSSASYGGGFGGGSCQLGGGRGVSTCSTRFVSGGSAGGYGGGVSCGFGGGAGSGFGGGYGGGLGGGYGGGLGGGFGGGFAGGFVDFGACDGGLLTGNEKI TMQNLNDRLASYLEKVRALEEANADLEVKI RDWHLKQSPASPERDYSPYYKTI EELRDKI LTATI ENNRVI LEI DNARLAADDFRLKYENELALRQSVEADI NGLRRVLDELTLSKTDLEMQI ESLNEELAYMKKNHEEEMKEFSNQVVGQVNVEMDATPGI DLTRVLAEMREQYEAMAERNRRDAEEWFHTK

SAELNKEVSTNTAMI QTSKTEI TELRRTLQGLEI ELQSQLSMKAGLENTVAETECRYALQLQQI QGLI SSI EAQLSELRSEMECQNQEYKMLLDI KTRLEQEI ATYRSLLEGQDAKMI GFPSSAGSVSPRSTSVTTTSSASVTTTSNASGRRTSDVRRP
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180222_band02_R1

KRT13  − protein_id: ###CONTAMINANT###P13646|###REV######CONTAMINANT###P13646 − isoform: ###CONTAMINANT###P13646 − sequence coverage: 3.3 % − total score: 200



XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXGGGYGGGLGGGYGGGFGSGAGGGFG
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 − protein_id: ###CONTAMINANT###P13646|###REV######CONTAMINANT###P13646 − isoform: ###REV######CONTAMINANT###P13646 − sequence coverage: 6.1 % − total score: 200



XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXGGFGGGGFGGGGF
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 − protein_id: ###REV######CONTAMINANT###P13645 − sequence coverage: 2.8 % − total score: 220
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XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXGGFGGGGFGGGXXXXXXXXXXXXXFGGGRGGFGGXXXXXXXXXXXXXXXXXXXXXXXXXXXGFGGGGFGGGGGG
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 − protein_id: ###REV######CONTAMINANT###P35908 − sequence coverage: 5.7 % − total score: 183


